| Nucleosome density estimates.
(a) Schematic depiction of the work flow for average nucleosome density estimation. First, chromatin is fixed and digested by MNase to obtain mono-nucleosome sized DNA fragments.
The samples are deproteinized, deep sequenced and the DNA mapped onto the reference genome. Next, the nucleosome detection frequency is averaged at all defined anchor points (e.g. TSSs, TFBSs). Finally, NP is predicted by the smoothed density profile of the nucleosomes. 
Figure S4 | Reproducibility of five PCs
The reproducibility of the five NP patterns using replicates of MNase-seq data is shown as series of stacked bar plots. The different colours of the stacked bars represent the reconstruction ratio (max=0.2) of PC1-5 from bottom to top. The reconstruction ratio was calculated by applying the inter-product of the five PCs and each reproduced PC1-5. The replicates were for C2C12 cells under growth (four replicates) (prefix "G"; middle part of the bars) and differentiation (four replicates) conditions (prefix "D"; left part) and Asp. data (with "SRR" prefix). G_R128, D_128 were used in main results and G-fix was also used in 
